Related literature
For background to the study, see: Rodrigues et al. (2004) ; Zukerman-Schpector et al. (2011) . For the synthesis of the title compound, see: de Paula (2012) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ) . 
Data collection: CrysAlis PRO (Agilent, 2013 ); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SIR92 (Altomare et al., 1999); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) , DIAMOND (Brandenburg, 2006) and MarvinSketch (ChemAxon, 2010); software used to prepare material for publication: publCIF (Westrip, 2010).
Comment
As part of the continuing interest in the bio-reduction of α-haloketones and enones (Rodrigues et al., 2004; ZukermanSchpector et al., 2011) , the title compound, (I), was synthesized by means of a Knoevenagel condensation reaction between ethylacetoacetate and 3,4,5-trimethoxybenzaldehyde to afford a mixture of E and Z isomers that were separated by column chromatography (hexane/ethyl acetate, gradient from pure hexane to 95% hexane/5% ethyl acetate). The crystallized isomer, obtained by slow evaporation from a dichloromethane/hexane mixture, was shown by X-ray crystallography to be the Z isomer. In the crystal packing, C-H···O, Table 1 , and π-π [inter-centroid distance = 3.6283 (6) Å for symmetry operation: 1 -x, 2 -y, -z] combine to link molecules into a three-dimensional architecture. Globally, molecule pack in layers in an ···ABA···fashion running parallel to the (2,0,-1) lattice planes, Fig. 2 .
Experimental
The description of the synthesis of compound (I) together with spectra and HRMS analyses can be found in de Paula (2012); M.pt: 381.2-381.7 K.
Refinement
Carbon-bound H-atoms were placed in calculated positions (C-H = 0.93 to 0.97 Å) and were included in the refinement in the riding model approximation, with U iso (H) = 1.2U eq (C) and 1.5U eq (methyl-C).
Computing details
Data collection: CrysAlis PRO (Agilent, 2013 ); cell refinement: CrysAlis PRO (Agilent, 2013) ; data reduction: CrysAlis PRO (Agilent, 2013 ); program(s) used to solve structure: SIR92 (Altomare et al., 1999 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) , DIAMOND (Brandenburg, 2006) and MarvinSketch (ChemAxon, 2010) ; software used to prepare material for publication: publCIF (Westrip, 2010 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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